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<210> 1 

<211> 1971 

<212> DNA 

<213> Homo sapiens 

<400> 1 

atgacaggag caaagaggaa aaagaaaagc atgctttgga gcaagatgca taccccccag 
tgtgaagaca ttatacagtg gtgtagaagg cgactgccca ttttggattg ggcaccacat 
tacaatctga aagaaaactt gcttccagac actgtgtctg ggataatgtt ggcagttcaa 
caggtgaccc aaggattggc ctttgctgtt ctctcatctg tgcacccagt gtttggttta 
tatgggtctc tgtttcctgc cataatttat gccatatttg gaatgggaca tcatgttgcc 
acaggcacct ttgccttgac atccttaata tcagccaacg ccgtggaacg gattgtccct 
cagaacatgc agaatctcac cacacagagt aacacaagcg tgctgggctt atccgacttt 
gaaatgcaaa ggatccacgt tgctgcagca gtttccttct tgggaggtgt gattcaggtg 
gccatgtttg tgctgcaact gggcagtgcc acatttgtgg tcacagagcc tgtgatcagc 
gcaatgacaa ctggggctgc cacccatgtg gtgacttcac aagtcaaata tctcttggga 
atgaaaatgc catatatatc cggaccactt ggattctttt atatttatgc atatgttttt 
gaaaacatca agtctgtgcg actggaagca ttgcttttat ccttgctgag cattgtggtc 
cttgttcttg ttaaagagct gaatgaacag tttaaaagga aaattaaagt tgttcttcct 
gtagatttag ttttgattat tgctgcatca tttgcttgtt attgcaccaa tatggaaaac 
acatatggat tagaagtagt tggtcatatt ccacaaggaa ttccctcacc tagagctccc 
ccgatgaaca tcctctctgc ggtgatcact gaagctttcg gagtggcact tgtaggctat 
gtggcctcac tggctcttgc tcaaggatct gccaaaaaat tcaaatattc aattgatgac 
aaccaggaat ttttggccca tggcctcagc aatatagttt cttcattttt cttctgcata 
ccaagtgctg ctgccatggg aaggacggct ggcctgtaca gcacaggagc gaagacacag 
gtggcttgtc taatatcttg cattttcgtc cttatagtca tctatgcaat aggacctttg 
ctttactggc tgcccatgtg tgtccttgca agcattattg ttgtgggact gaagggaatg 
ctaatacagt tccgagattt aaaaaaatat tggaatgtgg ataaaatcga ttggggaata 
tgggtcagta catatgtatt tacaatatgc tttgctgcca atgtgggact gctgtttggt 
gttgtttgta ccatagctat agtgatagga cgcttcccaa gagcaatgac tgtaagtata 
aaaaatatga aagaaatgga atttaaagtg aagacagaaa tggacagtga aaccctgcag 
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caggtgaaaa 


ttatctcaat 


aaacaacccg 


cttgttttcc 


tgaatgcaaa 


aaaattttat 


1560 


actgatttaa 


tgaacatgat 


ccaaaaggaa 


aatgcctgta 


atcagccact 


tgatgatatc 


1620 


agcaagtgtg 


aacaaaacac 


attgcttaat 


tccctatcca atggcaactg 


caatgaagaa 


1680 


gcttcacagt 


cctgccctaa 


tgagaagtgt 


tatttaatcc 


tggattgcag 


tggatttacc 


1740 


ttttttgact 


attctggagt 


ctccatgctt 


gttgaggttt 


acatggactg 


taaaggcagg 


1800 


agtgtggatg 


tattgttagc 


ccattgtaca 


gcttccttga 


taaaagcaat 


gacgtattat 


1860 


ggaaacctag 


actcagagaa 


accaattttt 


tttgaatcgg 


tatctgctgc 


aataagtcat 


1920 


atccattcaa 


ataagaattt 


gagcaaactc 


agtgaccaca gtgaagtctg 


a 


1971 



<210> 2 

<211> 656 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Met Thr Gly Ala Lys Arg Lys Lys Arg Ser Val Leu Trp Gly Lys Met 
1 5 10 15 

His Thr Pro His Arg Glu Asp lie Lys Gin Trp Cys Lys Arg Arg Leu 
20 25 30 

Pro He Leu Glu Trp Ala Pro Gin Tyr Asn Leu Lys Glu Asn Leu Leu 
35 40 ' 45 

Pro Asp Thr Val Ser Gly He Met Leu Ala Val Gin Gin Val Ala Gin 
50 55 60 

Gly Leu Ser Phe Ala Met Leu Ser Ser Val His Pro Val Phe Gly Leu 
65 70 75 80 

Tyr Gly Ser Leu Phe Pro Ala He He Tyr Ala He Phe Gly Met Gly 
85 90 95 

Arg His Val Ala Thr Gly Thr Phe Ala Leu Thr Ser Leu He Ser Ala 
100 105 110 

Asn Ala Val Glu Arg Leu Val Pro Gin Ser Ser Arg Asn Leu Thr Thr 
115 120 125 

Gin Ser Asn Ser Ser Val Leu Gly Leu Ser Glu Phe Glu Leu Gin Arg 
130 135 140 

He Gly Val Ala Ala Ala Val Ser Phe Leu Gly Gly Val He Gin Leu 
145 150 155 160 

Val Met Phe Val Leu Gin Leu Gly Ser Ala Thr Phe Leu Leu Thr Glu 
165 170 175 

Pro Val He Ser Ala Met Thr Thr Gly Ala Ala Thr His Val Val Thr 
180 185 190 

Ser Gin Val Lys Tyr Leu Leu Gly He Lys Met Pro Tyr He Ser Gly 
195 200 205 

Pro Leu Gly Phe Phe Tyr He Tyr Ala Tyr Val Phe Glu Asn He Lys 
210 215 220 

Ser Val Gin Leu Glu Ala Leu Leu Leu Ser Leu Leu Ser He He Val 
225 230 235 240 
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Leu Val Leu Val Lys Glu Leu Asn Glu Gin Phe Lys Arg Lys He Lys 
245 250 255 

Val Val Leu Pro Val Asp Leu Val Leu He He Ala Ala Ser Phe Ala 
260 265 270 

Cys Tyr Cys Thr Asn Met Glu Asn Thr Tyr Gly Leu Glu Val Val Gly 
275 280 285 

His He Pro Asn Gly He Pro Pro Pro Arg Ala Pro Pro Met Asn He 
290 295 300 

Leu Ser Ala Val Leu Thr Glu Ala Phe Gly Val Ala Leu Val Gly Tyr 
305 310 315 320 

Val Ala Ser Leu Ala Leu Ala Gin Gly Ser Ala Lys Lys Phe Lys Tyr 
325 330 335 

Ser Val Asp Asp Asn Gin Glu Phe Leu Ala His Gly Leu Ser Asn Val 
340 345 350 

He Pro Ser Phe Leu Phe Cys He Pro Ser Ala Ala Ala Met Gly Arg 
355 360 365 

Thr Ala Gly Leu Tyr Ser Thr Gly Ala Lys Thr Gin Val Ala Cys Leu . 
370 375 380 

He Ser Cys He Phe Val Leu He Val He Tyr Ala He Gly Pro Leu 
385 390 395 400 

Leu Tyr Trp Leu Pro Met Cys Val Leu Ala Ser He He Val Val Gly 
405 410 415 

Leu Lys Gly Met Leu He Gin Phe Arg Asp Leu Lys Lys Tyr Trp Asn 
420 425 430 

Val Asp Lys He Asp Trp Gly He Trp He Ser Thr Tyr He Phe Thr 
435 440 445 

He Cys Phe Ala Ala Asn Val Gly Leu Leu Phe Gly Val He Cys Thr 
450 455 460 

He Ala He Val Leu Gly Arg Phe Pro Arg Ala Lys Thr Leu Ser He 
465 470 475 480 

Thr Asp Met Lys Glu Met Glu Leu Lys Val Lys Thr Glu Met His Asp 
485 490 495 

Glu Thr Ser Gin Gin He Lys He He Ser He Asn Asn Pro Leu Val 
500 505 510 

Phe Leu Asn Ala Lys Lys Phe Ser Ala Asp Leu Met Lys He He Leu 
515 520 525 

Lys Glu Ser Asp Ser Asn Gin Pro Leu Asp Asp Val Ser Lys Cys Glu 
530 535 540 

Gin Asn Thr Leu Leu Ser Ser Leu Ser Asn Gly Asn Cys Asn Glu Glu 
545 550 555 560 

Ala Ser Gin Pro Cys Ser Ser Glu Lys Cys Ser Leu Val Leu Asn Cys 
565 570 575 

Ser Gly Leu Thr Phe Phe Asp Tyr Thr Gly Val Ser Thr Leu Val Glu 
580 585 590 

Leu Tyr Leu Asp Cys Lys Ser Arg Ser Val Asp Val Phe Leu Ala Asn 
595 600 605 
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Cys Thr Ala Ser Leu He Lys Ala Met Thr Tyr Tyr Gly Asp Leu Asp 
610 615 620 

Thr Glu Lys Pro He Phe Phe Asp Ser Val Pro Ala Ala He Thr He 
625 630 635 640 

He Gin Ser Asn Lys Asn Leu Ser Lys Ala Ser Asp His Ser Glu Val 
645 650 655 

<210> 3 

<211> 2289 

<212> DNA 

<213> Mus musculus 



<400> 3 



tactacagga gggaatctga 


aaatctgaaa 


aaatgacggg 


agcaaagagg 


aaaaagagaa 


60 


gcgtgctgtg gggcaagatg 


cacacccccc 


accgagaaga 


cattaagcag 


tggtgtaaga 


120 


ggcgcctacc 


tatcttggaa 


tgggcaccgc 


agtacaatct 


gaaggaaaac 


ctgcttccag 


180 


acactgtgtc 


tgggataatg 


ttggcagttc 


aacaggtggc 


acaagggctg 


tccttcgcta 


240 


tgctttcatc 


tgtacaccca 


gtttttggtt 


tatatggatc 


tctgtttcca gccatcattt 


300 


atgctatatt 


tggaatgggg 


cgccatgttg 


ccacaggcac 


ctttgccttg 


acatccttga 


360 


tatcagccaa 


cgctgtggaa 


cgactggtcc 


ctcagagcag 


caggaacctc 


accacacaga 


420 


gcaactcaag 


tgtgttgggc 


ttatccgagt 


ttgagctgca 


gagaatcggg 


gttgcagcgg 


480 


ctgtttcttt 


cttgggtgga 


gtgattcagc 


tggtcatgtt 


tgtgctgcag 


ctgggcagtg 


540 


ccacattcct 


gcttacagag 


cctgtgatca 


gcgccatgac 


cacaggggcc 


gccacccatg 


600 


tcgtgacatc acaagtcaag 


tatctcttgg 


gaatcaaaat 


gccatatata 


tccggaccac 


660 


tgggattctt 


ttatatttat 


gcgtatgtct 


ttgagaacat 


caagtctgtc 


cagctggaag 


720 


cactgctctt 


atctttgctg 


agcatcattg 


tccctgttct 


cgttaaagag 


ctgaatgaac 


780 


agtttaaaag 


aaaaattaaa 


gttgttcttc 


ctgtcgactt 


agttttgatc 


attgccgcct 


840 


catttgcttg 


ctattgtacc 


aacatggaaa 


acacatacgg 


attagaagta 


gttgggcaca 


900 


ttccaaacgg 


gattcctcct 


ccccgtgctc 


ccccaatgaa 


catcctctct 


gcagtgctca 


960 


ctgaagcttt 


cggagttgca 


cttgtaggct 


atgtggcctc 


gctggctctc 


gcacaaggat 


1020 


ctgccaagaa 


gttcaaatat 


tcagttgatg 


acaaccagga 


atttttggcc 


catggcctca 


1080 


gcaacgtgat 


cccttcattt 


ctcttctgca 


tcccaagcgc 


tgccgccatg 


ggaaggacgg 


1140 


ctggtttgta 


cagcaccggc 


gcaaagacgc 


aggtggcttg 


tctaatatct 


tgcattttcg 


1200 


tccttattgt 


catctatgca 


ataggacctc 


tgctgtactg 


gctgcccatg 


tgcgttcttg 


1260 


caagtattat 


tgttgtgggc 


ctgaagggaa 


tgttaataca 


gttccgggat 


ttaaaaaaat 


1320 


actggaatgt ggataaaatc 


gattggggca 


tatggatcag 


tacttacatt 


tttacaatat 


1380 


gctttgctgc 


caatgtggga 


ttgttgtttg 


gtgttatctg 


caccatagct 


atcgtgttag 


1440 


gacgtttccc aagggcaaag 


actttaagca 


taacagacat 


gaaagaaatg 


gaattgaagg 


1500 


tgaagacaga 


aatgcatgat 


gaaacctcgc 


aacagataaa 


aatcatctca 


ataaacaatc 


1560 


cacttgtttt 


cctgaatgca 


aagaaattta 


gtgctgattt 


gatgaaaata 


atcctaaagg 


1620 
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aaagtgacag 


caaccaacca 


cttgatgatg 


tcagcaagtg 


tgaacagaac 


accttgctca 


1680 


gttccctgtc 


caacggcaac 


tgcaatgaag 


aggcttccca gccctgctcc agcgagaagt 


1740 


gttctttggt 


cctgaattgc 


agtggcttga 


ccttttttga 


ctacacagga 


gtctccacgc 


1800 


ttgttgagct 


ctaccttgat 


tgcaagagca 


ggagtgtgga 


tgtgttctta gccaactgta 


1860 


ctgcatcctt 


gataaaagca 


atgacatact 


atggagacct 


agacaccgaa 


aaaccaattt 


1920 


tttttgactc 


ggtacctgct 


gcgataacta 


tcatccaatc 


aaataagaat 


ttgagcaagg 


1980 


ccagtgacca 


cagtgaagtc 


tgagacccat 


gtgttgaagt 


gcacgcctca 


tctttagcag 


2040 


ctgccccaaa 


gaggccagat 


cctggcattt 


tgcacacatt 


ttggtgtata 


tacagtgtat 


2100 


cactcagtat 


gaatgatatg 


acttggcaac 


tgcatagcca 


ctggccaaga 


cttgctgacc 


2160 


ttctattttt 


tctaattttc 


cttaataaac 


agattcattt 


agttatttca 


tataggcatc 


2220 


aatatgcatt 


tagctttagt 


ttactgaaca 


gtaaacatgc 


ttttatttct 


tgcaaaaaaa 


2280 


aaaaaaaaa 












2289 


<210> 4 
<211> 656 
<212> PRT 
<213> Mus 


musculus 













<400> 4 

Met Thr Gly Ala Lys Arg Lys Lys Arg Ser Val 
15 10 

His Thr Pro His Arg Glu Asp lie Lys Gin Trp 
20 25 

Pro lie Leu Glu Trp Ala Pro Gin Tyr Asn Leu 
35 40 

Pro Asp Thr Val Ser Gly lie Met Leu Ala Val 
50 55 

Gly Leu Ser Phe Ala Met Leu Ser Ser Val His 
65 70 75 

Tyr Gly Ser Leu Phe Pro Ala lie lie Tyr Ala 
85 90 

Arg His Val Ala Thr Gly Thr Phe Ala Leu Thr 
100 105 

Asn Ala Val Glu Arg Leu Val Pro Gin Ser Ser 
115 120 

Gin Ser Asn Ser Ser Val Leu Gly Leu Ser Glu 
130 135 

lie Gly Val Ala Ala Ala Val Ser Phe Leu Gly 
145 150 155 

Val Met Phe Val Leu Gin Leu Gly Ser Ala Thr 
165 170 



Leu Trp Gly Lys Met 
15 

Cys Lys Arg Arg Leu 
30 

Lys Glu Asn Leu Leu 
45 

Gin Gin Val Ala Gin 
60 

Pro Val Phe Gly Leu 
80 

He Phe Gly Met Gly 
95 

Ser Leu He Ser Ala 
110 

Arg Asn Leu Thr Thr 
125 

Phe Glu Leu Gin Arg 
140 

Gly Val He Gin Leu 
160 

Phe Leu Leu Thr Glu 
175 



Pro Val He Ser Ala Met Thr Thr Gly Ala Ala 
180 185 



Thr His Val Val Thr 
190 
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Ser Gin Val Lys Tyr Leu Leu Gly He Lys Met Pro Tyr He Ser Gly 
195 200 205 

Pro Leu Gly Phe Phe Tyr He Tyr Ala Tyr Val Phe Glu Asn He Lys 
210 215 220 

Ser Val Gin Leu Glu Ala Leu Leu Leu Ser Leu Leu Ser He He Val 
225 230 235 240 

Leu Val Leu Val Lys Glu Leu Asn Glu Gin Phe Lys Arg Lys He Lys 
245 250 255 

Val Val Leu Pro Val Asp Leu Val Leu He He Ala Ala Ser Phe Ala 
260 265 270 

Cys Tyr Cys Thr Asn Met Glu Asn Thr Tyr Gly Leu Glu Val Val Gly 
275 280 285 

His He Pro Asn Gly He Pro Pro Pro Arg Ala Pro Pro Met Asn He 
290 295 300 

Leu Ser Ala Val Leu Thr Glu Ala Phe Gly Val Ala Leu Val Gly Tyr 
305 310 315 320 

Val Ala Ser Leu Ala Leu Ala Gin Gly Ser Ala Lys Lys Phe Lys Tyr 
325 330 335 

Ser Val Asp Asp Asn Gin Glu Phe Leu Ala His Gly Leu Ser Asn Val 
340 345 350 

He Pro Ser Phe Leu Phe Cys He Pro Ser Ala Ala Ala Met Gly Arg 
355 360 365 

Thr Ala Gly Leu Tyr Ser Thr Gly Ala Lys Thr Gin Val Ala Cys Leu 
370 375 380 

lie Ser Cys He Phe Val Leu He Val He Tyr Ala He Gly Pro Leu 
385 390 395 400 

Leu Tyr Trp Leu Pro Met Cys Val Leu Ala Ser He He Val Val Gly 
405 410 415 

Leu Lys Gly Met Leu He Gin Phe Arg Asp Leu Lys Lys Tyr Trp Asn 
420 425 430 

Val Asp Lys He Asp Trp Gly He Trp He Ser Thr Tyr He Phe Thr 
435 440 445 

He Cys Phe Ala Ala Asn Val Gly Leu Leu Phe Gly Val He Cys Thr 
450 455 460 

He Ala He Val Leu Gly Arg Phe Pro Arg Ala Lys Thr Leu Ser He 
465 470 475 480 

Thr Asp Met Lys Glu Met Glu Leu Lys Val Lys Thr Glu Met His Asp 
485 490 495 

Glu Thr Ser Gin Gin He Lys He He Ser He Asn Asn Pro Leu val 
500 505 510 

Phe Leu Asn Ala Lys Lys Phe Ser Ala Asp Leu Met Lys He He Leu 
515 520 525 

Lys Glu Ser Asp Ser Asn Gin Pro Leu Asp Asp Val Ser Lys Cys Glu 
530 535 540 

Gin Asn Thr Leu Leu Ser Ser Leu Ser Asn Gly Asn Cys Asn Glu Glu 
545 550 555 560 
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Ala Ser Gin Pro Cys Ser Ser Glu Lys Cys Ser Leu Val Leu Asn Cys 
565 570 575 

Ser Gly Leu Thr Phe Phe Asp Tyr Thr Gly Val Ser Thr Leu Val Glu 
580 585 590 

Leu Tyr Leu Asp Cys Lys Ser Arg Ser Val Asp Val Phe Leu Ala Asn 
595 600 605 

Cys Thr Ala Ser Leu lie Lys Ala Met Thr Tyr Tyr Gly Asp Leu Asp 
610 615 620 

Thr Glu Lys Pro lie Phe Phe Asp Ser Val Pro Ala Ala lie Thr He 
625 630 635 640 

He Gin Ser Asn Lys Asn Leu Ser Lys Ala Ser Asp His Ser Glu Val 
645 650 655 

<210> 5 

<211> 4703 

<212> DNA 

<213> Homo sapiens 

<400> 5 

atatgagcca gcccaggccc cgctacgtgg tagacagagc cgcatactcc cttaccctct 60 

tcgacgatga gtttgagaag aaggaccgga catacccagt gggagagaaa cttcgcaatg 120 

ccttcagatg ttcctcagcc aagatcaaag ctgtggtgtt tgggctgctg cctgtgctct 180 

cctggctccc caagtacaag attaaagact acatcattcc tgacctgctc ggtggactca 240 

gcgggggatc catccaggtc ccacaaggca tggcatttgc tctgctggcc aaccttcctg 300 

cagtcaatgg cctctactcc tccttcttcc ccctcctgac ctacttcttc ctggggggtg 360 

ttcaccagat ggtgccaggt acctttgccg ttatcagcat cctggtgggt aacatctgtc 420 

tgcagctggc cccagagtcg aaattccagg tcttcaacaa tgccaccaat gagagctatg 480 

tggacacagc agccatggag gctgagaggc tgcacgtgtc agctacgcta gcctgcctca 540 

ccgccatcat ccagatgggt ctgggcttca tgcagtttgg ctttgtggcc atctacctct 600 

ccgagtcctt catccggggc ttcatgacgg ccgccggcct gcagatcctg atttcggtgc 660 

tcaagtacat cttcggactg accatcccct cctacacagg cccagggtcc atcgtcttta 720 

ccttcattga catttgcaaa aacctccccc acaccaacat cgcctcgctc atcttcgctc 780 

tcatcagcgg tgccttcctg gtgctggtga aggagctcaa tgctcgctac atgcacaaga 840 

ttcgcttccc catccctaca gagatgattg tggtggtggt ggcaacagct atctccgggg 900 

gctgtaagat gcccaaaaag tatcacatgc agatcgtggg agaaatccaa cgcgggttcc 960 

ccaccccggt gtcgcctgtg gtctcacagt ggaaggacat gataggcaca gccttctccc 1020 

tagccatcgt gagctacgtc atcaacctgg ctatgggccg gaccctggcc aacaagcacg 1080 

gctacgacgt ggattcgaac caggagatga tcgctctcgg ctgcagcaac ttctttggct 1140 

ccttctttaa aattcatgtc atttgctgtg cgctttctgt cactctggct gtggatggag 1200 

ctggaggaaa atcccaggtg gccagcctgt gtgtgtctct ggtggtgatg atcaccatgc 1260 

tggtcctggg gatctatctg tatcctctcc ctaagtctgt gctaggagcc ctgatcgctg 1320 
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tcaatctcaa 


gaactccctc 


aagcaactca 


ccgaccccta 


ctacctgtgg 


aggaagagca 


1380 


agctggactg 


ttgcatctgg 


gtagtgagct 


tcctctcctc 


cttcttcctc 


agcctgccct 


1 A A (\ 

J.44U 


atggtgtggc 


agtgggtgtc 


gccttctccg 


tcctggtcgt 


ggtcttccag 


actcagt ttc 


i c r\ n 
1 jUU 


gaaatggcta 


tgcactggcc 


caggtcatgg 


acactgacat 


ttatgtgaat 


cccaagacct 


n c c a 
1560 


ataatagggc 


ccaggatatc 


caggggatta 


aaatcatcac 


gtactgctcc 


cctctctact 


1620 


ttgccaactc 


agagatcttc 


aggcaaaagg 


tcatcgccaa 


gacaggcatg 


gacccccaga 


1680 


aagtattact 


agccaagcaa 


aaatacctca 


agaagcagga 


gaagcggaga 


atgaggccca 


1740 


cacaacagag 


gaggtctcta 


ttcatgaaaa 


ccaagactgt 


ctccctgcag 


gagctgcagc 


1800 


aggactttga 


gaatgcgccc 


cccaccgacc 


ccaacaacaa 


ccagaccccg 


gctaacggca 


1860 


ccagcgtgtc 


ctatatcacc 


ttcagccctg 


acagctcctc 


acctgcccag 


agtgagccac 


1920 


cagcctccgc 


tgaggccccc 


ggcgagccca 


gtgacatgct 


ggccagcgtc 


ccacccttcg 


1980 


tcaccttcca 


caccctcatc 


ctggacatga 


gtggagtcag 


cttcgtggac 


ttgatgggca 


2040 


tcaaggccct 


ggccaagctg 


agctccacct 


atgggaagat 


cggcgtgaag 


gtcttcttgg 


2100 


tgaacatcca 


tgcccaggtg 


tacaatgaca 


ttagccatgg 


aggcgtcttt 


gaggatggga 


2160 


gtctagaatg 


caagcacgtc 


tttcccagca 


tacatgacgc 


agtcctcttt 


gcccaggcaa 


2220 


atgctagaga 


cgtgacccca 


ggacacaact 


tccaaggggc 


tccaggggat 


gctgagctct 


2280 


ccttgtacga 


ctcagaggag 


gacattcgca 


gctactggga 


cttagagcag 


gaga tgt teg 


2340 


ggagcatgtt 


tcacgcagag 


accctgaccg 


ccctgtgagg 


gctcagccag 


tcctcatgct 


2400 


gcctacagag 


tgcctggcac 


ttgggacttc 


cataaaggat 


gagcctgggg 


tcacaggggg 


2460 


tgtcgggcgg 


aggaaagtgc 


atcccccaga 


gcttgggttc 


ctctctcctc 


tccccctctc 


2520 


tcctcccttc 


cttccctccc 


cgcatctcca 


gagagagcct 


ctcagcagca 


ggggggtgct 


2580 


acccttacgg 


gagtgagagt 


ctggtgagcc 


cactcttcac 


ccgtcaggcc 


ctggccgcaa 


2640 


tggacaagcc 


tcctgctcac 


tccaccccac 


ccacatctgc 


cctgtccttg 


gcagctgaag 


2700 


gacaccttga 


cttccagctt 


ttacgagtga 


gccaaaaaca 


gaaggacaag 


tacaactgtg 


2760 


ctggcctgct 


gtacaagctt 


caaaaagtgt 


cccagagccc 


gcacggctcg 


gtgtcagatg 


2820 


gtgtcaggct 


gtcacggaca 


tagggataaa 


cttggttagg 


actctggctt 


gccttcccca 


2880 


gctgcctcaa 


ctctgtctct 


ggcagctctg 


cacccaggga 


ccatgtgctc 


tccacaccca 


2940 


ggagtctagg 


ccttggtaac 


tatgcgcccc 


ccctccatca 


tccccaaggc 


tgcccaaacc 


3000 


accactgctg 


tcagcaagca 


catcagactc 


tagcctggac 


agtggccagg 


acegtcgaga 


3060 


ccaccagagc 


tacctccccg 


gggacagccc 


actaaggttc 


tgcctcagcc 


tcctgaaaca 


3120 


tcactgccct 


cagaggctgc 


tcccttcccc 


tggaggctgg 


ctagaaaccc 


caaagagggg 


3180 


gatgggtagc 


tggcagaatc 


atctggcatc 


ctagtaatag 


ataccagtta 


ttctgcacaa 


3240 


aacttttggg 


aattcctctt 


tgcacccaga 


gactcagagg 


ggaagagggt 


gctagtacca 


3300 


acacagggaa 


aacggatggg 


acctgggccc 


agacagtccc 


ccttgacccc 


agggcccatc 


3360 
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agggaaatgc 


ctccctttgg 


taaatc tgcc 


ttatccttct 


ttacctggca 


aagagccaat 


i a o n 


catgttaact 


cttccttatc 


agcctgtggc 


ccagagacac 


aatggggtcc 


t tctgtaggc 


■3 a on 


aaaggtggaa 


gtcctccagg 


gatccgctac 


atcccctaac 


tgcatgcaga 


cgcggaaaga 


7*; Art 


ggctgatcca 


gattgggtct 


tcctgcacag 


gaagactctt 


taacaccc tt 


aggacc tcag 


jOUU 


gccatcttct 


cctatgaaga 


tgaaaatagg 


ggttaagttt 


tccatatgta 


caaggaggta 


JOOU 


ttgagaggaa 


ccctaccgtt 


gacttgaaaa 


taaataggtt 


ccatgtgtaa 


gtgttttgta 




aaatttcagt 


ggaaatgcac 


agaaaatctt 


ctggcctctc 


atcactgc t t 


ttctcaagct 


J / OU 


tcttcagctt 


aacaacccct 


tccctaacag 


gttgggctgg 


cccagcctag 


gaaaacat.cc 




ccatttctaa 


cttcagccag 


acctgcgttg 


tgtgtctgtg 


tgttgagtga 


gctgg tcagc 


J y UU 


taacaagtct 


tcttagagtt 


aaaggagggg 


gtgctggcca 


agagccaaca 


cattc ttggc 


■) q en 

J3 OU 


ccaggagcat 


tgcttttctg 


tgaattcatt 


atgccatctg 


gctgccaatg 


gaactcaaaa 




cttggaaggc 


gaaggacaat 


gttatctggg 


attcaccgtg 


cacagcaccc 


gaagtgccaa 


4UoU 


attccaggag 


gacaagagcc 


ttagccaatg 


acaactcact 


ctcccctact 


ccacctcc tt 




ccaagtccag 


ctcaggccca 


ggaggtggga 


gaaggtcaca 


gagcctcagg 


a o. ^ #• fr* ^ 9 a /"^ 

aaui.ucc.acig 


4200 


tcagagtccc 


ctttgaacca 


agtatctaga 


tcccctgagg 


ac ttgatgaa 


gtgatcc tta 




acccccaagt 


aatcattaac 


ccccagacca 


gcctcagaac 


tgaaggagat 


tgttgaccca 




gtgacctgga 


gttgaggctc 


agggagagat 


ctgccacatg 


tctgagggtt 


gcagagcccg 


4JoU 


ctgtggaggt 


aagattggaa 


acacatgagg 


cagagggaag 


acattgaaga 


aaacatctct 


/I A f\ 

444U 


gctggaatat 


ttggaaaaga 


acactcttct 


ggacctggtt 


gaagcaggaa 


agatggaggc 


ft ouu 


aaagtagtga 


aataatccag 


aatttcaatg 


cttttgaatg 


ttcttagtga 


tactgacctg 


4560 


tgataatata 


attcccaggg 


aggactggga 


accttatctc 


ttgagatatt 


tgcataattt 


4620 


atttaattta 


agcctcattc 


tccttttgtt 


cattttggta 


ataaactgga 


tttgaattgt 


4680 


gaacaaaaaa 


aaaaaaaaaa 


aaa 








4703 



<210> 6 

<211> 791 

<212> PRT 

<213> Homo sapiens 

<400> 6 



Met Ser Gin Pro Arg Pro Arg Tyr Val Val Asp 
15 10 



Arg Ala Ala Tyr Ser 
15 



Leu Thr Leu Phe Asp Asp Glu Phe Glu Lys Lys 
20 25 



Asp Arg Thr Tyr Pro 
30 



Val Gly Glu Lys Leu Arg Asn Ala Phe Arg Cys 
35 40 



Ser Ser Ala Lys lie 
45 



Lys Ala Val Val Phe Gly Leu Leu Pro Val Leu 
50 55 



Ser Trp Leu Pro Lys 
60 



Tyr Lys lie Lys Asp Tyr lie lie Pro Asp Leu 
65 70 75 



Leu Gly Gly Leu Ser 
80 
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Gly Gly Ser He Gin Val Pro Gin Gly Met Ala Phe Ala Leu Leu Ala 
85 90 95 

Asn Leu Pro Ala Val Asn Gly Leu Tyr Ser Ser Phe Phe Pro Leu Leu 
100 105 HO 

Thr Tyr Phe Phe Leu Gly Gly Val His Gin Met Val Pro Gly Thr Phe 
115 120 125 

Ala Val He Ser He Leu Val Gly Asn He Cys Leu Gin Leu Ala Pro 
130 135 140 

Glu Ser Lys Phe Gin Val Phe Asn Asn Ala Thr Asn Glu Ser Tyr Val 
145 150 155 160 

Asp Thr Ala Ala Met Glu Ala Glu Arg Leu His Val Ser Ala Thr Leu 
165 170 175 

Ala Cys Leu Thr Ala He He Gin Met Gly Leu Gly Phe Met Gin Phe 
180 185 190 

Gly Phe Val Ala He Tyr Leu Ser Glu Ser Phe He Arg Gly Phe Met 
195 200 205 

Thr Ala Ala Gly Leu Gin He Leu He Ser Val Leu Lys Tyr He Phe 
210 215 220 

Gly Leu Thr He Pro Ser Tyr Thr Gly Pro Gly Ser He Val Phe Thr 
225 230 235 240 

Phe He Asp He Cys Lys Asn Leu Pro His Thr Asn He Ala Ser Leu 
245 250 255 

He phe Ala Leu He Ser Gly Ala Phe Leu Val Leu Val Lys Glu Leu 
260 265 270 

Asn Ala Arg Tyr Met His Lys He Arg Phe Pro He Pro Thr Glu Met 
275 280 285 

He Val Val Val Val Ala Thr Ala He Ser Gly Gly Cys Lys Met Pro 
290 295 300 

Lys Lys Tyr His Met Gin He Val Gly Glu He Gin Arg Gly Phe Pro 
305 310 315 320 

Thr Pro Val Ser Pro Val Val Ser Gin Trp Lys Asp Met He Gly Thr 
325 330 335 

Ala Phe Ser Leu Ala He Val Ser Tyr Val He Asn Leu Ala Met Gly 
340 345 350 

Arg Thr Leu Ala Asn Lys His Gly Tyr Asp Val Asp Ser Asn Gin Glu 
355 360 365 

Met He Ala Leu Gly Cys Ser Asn Phe Phe Gly Ser Phe Phe Lys He 
370 375 380 

His Val He Cys Cys Ala Leu Ser Val Thr Leu Ala Val Asp Gly Ala 
385 390 395 400 

Gly Gly Lys Ser Gin Val Ala Ser Leu Cys Val Ser Leu Val Val Met 
405 410 415 

He Thr Met Leu Val Leu Gly He Tyr Leu Tyr Pro Leu Pro Lys Ser 
420 425 430 

Val Leu Gly Ala Leu He Ala Val Asn Leu Lys Asn Ser Leu Lys Gin 
435 440 445 
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Leu Thr Asp Pro Tyr Tyr Leu Trp Arg Lys Ser Lys Leu Asp Cys Cys 
450 455 460 

He Trp Val Val Ser Phe Leu Ser Ser Phe Phe Leu Ser Leu Pro Tyr 
465 470 475 480 

Gly Val Ala Val Gly Val Ala Phe Ser Val Leu Val Val Val Phe Gin 
485 490 495 

Thr Gin Phe Arg Asn Gly Tyr Ala Leu Ala Gin Val Met Asp Thr Asp 
500 505 510 

He Tyr Val Asn Pro Lys Thr Tyr Asn Arg Ala Gin Asp He Gin Gly 
515 520 525 

lie Lys He He Thr Tyr Cys Ser Pro Leu Tyr Phe Ala Asn Ser Glu 
530 535 540 

He Phe Arg Gin Lys Val He Ala Lys Thr Gly Met Asp Pro Gin Lys 
545 550 555 560 

Val Leu Leu Ala Lys Gin Lys Tyr Leu Lys Lys Gin Glu Lys Arg Arg 
565 570 575 

Met Arg Pro Thr Gin Gin Arg Arg Ser Leu Phe Met Lys Thr Lys Thr 
580 585 590 

Val Ser Leu Gin Glu Leu Gin Gin Asp Phe Glu Asn Ala Pro Pro Thr 
595 600 605 

Asp Pro Asn Asn Asn Gin Thr Pro Ala Asn Gly Thr Ser Val Ser Tyr 
610 615 620 

He Thr Phe Ser Pro Asp Ser Ser Ser Pro Ala Gin Ser Glu Pro Pro 
625 630 635 640 

Ala Ser Ala Glu Ala Pro Gly Glu Pro Ser Asp Met Leu Ala Ser Val 
645 650 655 

Pro Pro Phe Val Thr Phe His Thr Leu He Leu Asp Met Ser Gly Val 
660 665 670 

Ser Phe Val Asp Leu Met Gly He Lys Ala Leu Ala Lys Leu Ser Ser 
675 680 685 

Thr Tyr Gly Lys He Gly Val Lys Val Phe Leu Val Asn He His Ala 
690 695 700 

Gin Val Tyr Asn Asp He Ser His Gly Gly Val Phe Glu Asp Gly Ser 
705 " 710 715 720 

Leu Glu Cys Lys His Val Phe Pro Ser He His Asp Ala Val Leu Phe 
725 730 735 

Ala Gin Ala Asn Ala Arg Asp Val Thr Pro Gly His Asn Phe Gin Gly 
740 745 750 

Ala Pro Gly Asp Ala Glu Leu Ser Leu Tyr Asp Ser Glu Glu Asp He 
755 760 765 

Arg Ser Tyr Trp Asp Leu Glu Gin Glu Met Phe Gly Ser Met Phe His 
770 775 780 



Ala Glu Thr Leu Thr Ala Leu 
785 790 
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<210> 7 

<211> 4526 

<212> DNA 

<213> Homo sapiens 

<400> 7 



atatgagcca 


gcccaggccc 


cgctacgtgg 


tagacagagc 


cgcatactcc 


cttaccctct 


60 


tcgacgatga 


gtttgagaag 


aaggaccgga 


catacccagt 


gggagagaaa 


cttcgcaatg 


120 


ccttcagatg 


ttcctcagcc 


aagatcaaag 


ctgtggtgtt 


tgggctgctg 


cctgtgctct 


180 


cctggctccc 


caagtacaag 


attaaagact 


acatcattcc 


tgacctgctc 


ggtggactca 


240 


gcgggggatc 


catccaggtc 


ccacaaggca 


tggcatttgc 


tctgctggcc 


aaccttcctg 


300 


cagtcaatgg 


cctctactcc 


tccttcttcc 


ccctcctgac 


ctacttcttc 


ctggggggtg 


360 


ttcaccagat 


ggtgccaggt 


acctttgccg 


ttatcagcat 


cctggtgggt 


aacatctgtc 


420 


tgcagctggc 


cccagagtcg 


aaattccagg 


tcttcaacaa 


tgccaccaat 


gagagctatg 


480 


tggacacagc 


agccatggag 


gctgagaggc 


tgcacgtgtc 


agctacgcta 


gcctgcctca 


540 


ccgccatcat 


ccagatgggt 


ctgggcttca 


tgcagtttgg 


ctttgtggcc 


atctacctct 


600 


ccgagtcctt 


catccggggc 


ttcatgacgg 


ccgccggcct 


gcagatcctg 


atttcggtgc 


660 


tcaagtacat 


cttcggactg 


accatcccct 


cctacacagg 


cccagggtcc 


atcgtcttta 


720 


ccttcattga 


catttgcaaa 


aacctccccc 


acaccaacat 


cgcctcgctc 


atcttcgctc 


780 


tcatcagcgg 


tgccttcctg 


gtgctggtga 


aggagctcaa 


tgctcgctac 


atgcacaaga 


840 


ttcgcttccc 


catccctaca 


gagatgattg 


tggtggtggt 


ggcaacagct 


atctccgggg 


900 


gctgtaagat 


gcccaaaaag 


tatcacatgc 


agatcgtggg 


agaaatccaa 


cgcgggttcc 


960 


ccaccccggt 


gtcgcctgtg 


gtctcacagt 


ggaaggacat 


gataggcaca 


gccttctccc 


1020 


tagccatcgt 


gagctacgtc 


atcaacctgg 


ctatgggccg 


gaccctggcc 


aacaagcacg 


1080 


gctacgacgt 


ggattcgaac 


caggagatga 


tcgctctcgg 


ctgcagcaac 


ttctttggct 


1140 


ccttctttaa 


aattcatgtc 


atttgctgtg 


cgctttctgt 


cactctggct 


gtggatggag 


1200 


ctggaggaaa 


atcccaggtg 


gccagcctgt 


gtgtgtctct 


ggtggtgatg 


atcaccatgc 


1260 


tggtcctggg 


gatctatctg 


tatcctctcc 


ctaagtctgt 


gctaggagcc 


ctgatcgctg 


1320 


tcaatctcaa 


gaactccctc 


aagcaactca 


ccgaccccta 


ctacctgtgg 


aggaagagca 


1380 


agctggactg 


ttgcatctgg 


gtagtgagct 


tcctctcctc 


cttcttcctc 


agcctgccct 


1440 


atggtgtggc 


agtgggtgtc 


gccttctccg 


tcctggtcgt 


ggtcttccag 


actcagtttc 


1500 


gaaatggcta 


tgcactggcc 


caggtcatgg 


acactgacat 


ttatgtgaat 


cccaagacct 


1560 


ataatagggc 


ccaggatatc 


caggggatta 


aaatcatcac 


gtactgctcc 


cctctctact 


1620 


ttgccaactc 


agagatcttc 


aggcaaaagg 


tcatcgccaa 


gacaggcatg gacccccaga 


1680 


aagtattact 


agccaagcaa 


aaatacctca 


agaagcagga 


gaagcggaga 


atgaggccca 


1740 


cacaacagag 


gaggtctcta 


ttcatgaaaa 


ccaagactgt 


ctccctgcag 


gagctgcagc 


1800 


aggactttga 


gaatgcgccc 


cccaccgacc 


ccaacaacaa 


ccagaccccg 


gctaacggca 


1860 


ccagcgtgtc 


ctatatcacc 


ttcagccctg 


acagctcctc 


acctgcccag 


agtgagccac 


1920 
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cagcctccgc 


tgaggccccc 


ggcgagccca 


gtgacatgct 


ggccagcgtc 


ccacccttcg 


1980 


tcaccttcca 


caccctcatc 


ctggacatga 


gtggagtcag 


cttcgtggac 


ttgatgggca 


2040 


tcaaggccct 


ggccaagctg 


agctccacct 


atgggaagat 


cggcgtgaag 


gtcttcttgg 


2100 


tgaacatcca 


tgcccaggtg 


tacaatgaca 


ttagccatgg 


aggcgtcttt 


gaggatggga 


2160 


gtctagaatg 


caagcacgtc 


tttcccagca 


tacatgacgc 


agtcctcttt 


gcccaggcaa 


2220 


atgctagaga 


cgtgacccca 


ggacacaact 


tccaaggggc 


tccaggggat 


gctgagctct 


2280 


ccttgtacga 


ctcagaggag 


gacattcgca 


gctactggga 


cttagagcag 


gagatgttcg 


2340 


ggagcatgtt 


tcacgcagag 


accctgaccg 


ccctagagag 


cctctcagca 


gcaggggggt 


2400 


gctaccctta 


cgggagtgag 


agtctggtga 


gcccactctt 


cacccgtcag 


gccctggccg 


2460 


caatggacaa 


gcctcctgct 


cactccaccc 


cacccacatc 


tgccctgtcc 


ttggcagctg 


2520 


aaggacacct 


tgacttccag 


cttttacgag 


tgagccaaaa 


acagaaggac 


aagtacaact 


2580 


gtgctggcct 


gctgtacaag 


cttcaaaaag 


tgtcccagag 


cccgcacggc 


tcggtgtcag 


2640 


atggtgtcag 


gctgtcacgg 


acatagggat 


aaacttggtt 


aggactctgg 


cttgccttcc 


2700 


ccagctgcct 


caactctgtc 


tctggcagct 


ctgcacccag 


ggaccatgtg 


ctctccacac 


2760 


ccaggagtct 


aggccttggt 


aactatgcgc 


cccccctcca 


tcatccccaa 


ggctgcccaa 


2820 


accaccactg 


ctgtcagcaa 


gcacatcaga 


ctctagcctg 


gacagtggcc 


aggaccgtcg 


2880 


agaccaccag 


agctacctcc 


ccggggacag 


cccactaagg 


ttctgcctca 


gcctcctgaa 


2940 


acatcactgc 


cctcagaggc 


tgctcccttc 


ccctggaggc 


tggctagaaa 


ccccaaagag 


3000 


ggggatgggt 


agctggcaga 


atcatctggc 


atcctagtaa 


tagataccag 


ttattctgca 


3060 


caaaactttt 


gggaattcct 


ctttgcaccc 


agagactcag 


aggggaagag 


ggtgctagta 


3120 


ccaacacagg 


gaaaacggat 


gggacctggg 


cccagacagt 


cccccttgac 


cccagggccc 


3180 


atcagggaaa 


tgcctecctt 


tggtaaatct 


gccttatcct 


tctttacctg 


gcaaagagcc 


3240 


aatcatgtta 


actcttcctt 


atcagcctgt 


ggcccagaga 


cacaatgggg 


tccttctgta 


3300 


ggcaaaggtg 


gaagtcctcc 


agggatccgc 


tacatcccct 


aactgcatgc 


agatgtggaa 


3360 


agaggctgat 


ccagattggg 


tcttcctgca 


caggaagact 


ctttaacacc 


cttaggacct 


3420 


caggccatct 


tctcctatga 


agatgaaaat 


aggggttaag 


ttttccatat 


gtacaaggag 


3480 


gtattgagag 


gaaccctact 


gttgacttga 


aaataaatag 


gttccatgtg 


taagtgtttt 


3540 


gtaaaatttc 


agtggaaatg 


cacagaaaat 


cttctggcct 


ctcatcactg 


cttttctcaa 


3600 


gcttcttcag 


cttaacaacc 


ccttccctaa 


caggttgggc 


tggcccagcc 


taggaaaaca 


3660 


tccccatttc 


taacttcagc 


cagacctgcg 


ttgtgtgtct 


gtgtgttgag 


tgagctggtc 


3720 


agctaacaag 


tcttcttaga 


gttaaaggag 


ggggtgctgg 


ccaagagcca 


acacattctt 


3780 


ggcccaggag 


cattgctttt 


ctgtgaattc 


attatgccat 


ctggctgcca 


atggaactca 


3840 


aaacttggaa 


ggcgaaggac 


aatgttatct 


gggattcacc 


gtgcacagca 


cccgaagtgc 


3900 


caaattccag 


gaggacaaga 


gccttagcca 


atgacaactc 


actctcccct 


actccacctc 


3960 



-13- 



WO 03/074664 



PCT7US03/06220 



cttccaagtc 


cagctcaggc 


ccaggaggtg 


ggagaaggtc 


acagagcctc 


aggaatttcc 


4020 


aagtcagagt 


cccctttgaa 


ccaagtatct 


agatcccctg 


aggacttgat 


gaagtgatcc 


4080 


ttaaccccca 


agtaatcatt 


aacccccaga 


ccagcctcag 


aactgaagga 


gattgttgac 


4140 


ccagtgacct 


ggagttgagg 


ctcagggaga 


gatctgccac 


atgtctgagg 


gttgcagagc 


4200 


ccgctgtgga 


ggtaagattg 


gaaacacatg 


aggcagaggg 


aagacattga 


agaaaacatc 


4260 


tctgctggaa 


tatttggaaa 


agaacactct 


tctggacctg 


gttgaagcag 


gaaagatgga 


4320 


ggcaaagtag 


tgaaataatc 


cagaatttca 


atgcttttga 


atgttcttag 


tgatactgac 


4380 


ctgtgataat 


ataattccca 


gggaggactg 


ggaaccttat 


ctcttgagat 


atttgcataa 


4440 


tttatttaat 


ttaagcctca 


ttctcctttt 


gttcattttg 


gtaataaact 


ggatttgaat 


4500 


tgtgaacaaa 


aaaaaaaaaa 


aaaaaa 








4526 


<210> 8 

<211> 887 

<212> PRT 

<213> Homo sapiens 

<400> 8 












Met Ser Gin Pro Arg Pro Arg Tyr Val Val Asp 
15 10 


Arg Ala Ala Tyr Ser 
15 





Leu Thr Leu Phe Asp Asp Glu Phe Glu Lys Lys 
20 25 



Asp Arg Thr Tyr Pro 
30 



Val Gly Glu Lys Leu Arg Asn Ala Phe Arg Cys 
35 40 



Ser Ser Ala Lys lie 
45 



Lys Ala Val Val Phe Gly Leu Leu Pro Val Leu 
50 55 



Ser Trp Leu Pro Lys 
60 



Tyr Lys lie Lys Asp Tyr lie lie Pro Asp Leu 
65 70 75 



Leu Gly Gly Leu Ser 
80 



Gly Gly Ser lie Gin Val Pro Gin Gly Met Ala 
85 90 



Phe Ala Leu Leu Ala 
95 



Asn Leu Pro Ala Val Asn Gly Leu Tyr Ser Ser 
100 105 



Phe Phe Pro Leu Leu 
110 



Thr Tyr Phe Phe Leu Gly Gly Val His Gin Met 
115 120 



Val Pro Gly Thr Phe 
125 



Ala Val lie Ser lie Leu Val Gly Asn lie Cys 
130 135 



Leu Gin Leu Ala Pro 
140 



Glu Ser Lys Phe Gin Val Phe Asn Asn Ala Thr 
145 150 155 



Asn Glu Ser Tyr Val 
160 



Asp Thr Ala Ala Met Glu Ala Glu Arg Leu His 
165 170 



Val Ser Ala Thr Leu 
175 



Ala Cys Leu Thr Ala lie lie Gin Met Gly Leu 
180 185 



Gly Phe Met Gin Phe 
190 



Gly Phe Val Ala lie Tyr Leu Ser Glu Ser Phe 
195 200 



lie Arg Gly Phe Met 
205 



Thr Ala Ala Gly Leu Gin lie Leu He Ser Val 
210 215 



Leu Lys Tyr He Phe 
220 
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Gly Leu Thr lie Pro Ser Tyr Thr Gly Pro Gly Ser He Val Phe Thr 
225 230 235 240 

Phe He Asp He Cys Lys Asn Leu Pro His Thr Asn He Ala Ser Leu 
245 250 255 

He Phe Ala Leu He Ser Gly Ala Phe Leu Val Leu Val Lys Glu Leu 
260 265 270 

Asn Ala Arg Tyr Met His Lys He Arg Phe Pro He Pro Thr Glu Met 
275 280 285 

He Val Val Val Val Ala Thr Ala He Ser Gly Gly Cys Lys Met Pro 
290 295 300 

Lys Lys Tyr His Met Gin He Val Gly Glu He Gin Arg Gly Phe Pro 
305 310 315 320 

Thr Pro Val Ser Pro Val Val Ser Gin Trp Lys Asp Met He Gly Thr 
325 330 335 

Ala Phe Ser Leu Ala He Val Ser Tyr Val He Asn Leu Ala Met Gly 
340 345 350 

Arg Thr Leu Ala Asn Lys His Gly Tyr Asp Val Asp Ser Asn Gin Glu 
355 360 365 

Met He Ala Leu Gly Cys Ser Asn Phe Phe Gly Ser Phe Phe Lys He 
370 375 380 

His Val He Cys Cys Ala Leu Ser Val Thr Leu Ala Val Asp Gly Ala 
385 " 390 395 400 

Gly Gly Lys Ser Gin Val Ala Ser Leu Cys Val Ser Leu Val Val Met 
405 410 415 

He Thr Met Leu Val Leu Gly He Tyr Leu Tyr Pro Leu Pro Lys Ser 
420 425 430 

Val Leu Gly Ala Leu He Ala Val Asn Leu Lys Asn Ser Leu Lys Gin 
435 440 445 

Leu Thr Asp Pro Tyr Tyr Leu Trp Arg Lys Ser Lys Leu Asp Cys Cys 
450 455 460 

He Trp Val Val Ser Phe Leu Ser Ser Phe Phe Leu Ser Leu Pro Tyr 
465 470 475 480 

Gly Val Ala Val Gly Val Ala Phe Ser Val Leu Val Val Val Phe Gin 
485 490 495 

Thr Gin Phe Arg Asn Gly Tyr Ala Leu Ala Gin Val Met Asp Thr Asp 
500 505 510 

He Tyr Val Asn Pro Lys Thr Tyr Asn Arg Ala Gin Asp He Gin Gly 
515 520 525 

He Lys He He Thr Tyr Cys Ser Pro Leu Tyr Phe Ala Asn Ser Glu 
530 535 540 

He Phe Arg Gin Lys Val He Ala Lys Thr Gly Met Asp Pro Gin Lys 
54S 550 555 560 

Val Leu Leu Ala Lys Gin Lys Tyr Leu Lys Lys Gin Glu Lys Arg Arg 
565 570 575 

Met Arg Pro Thr Gin Gin Arg Arg Ser Leu Phe Met Lys Thr Lys Thr 
580 585 590 
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Val Ser Leu Gin Glu Leu Gin Gin Asp Phe Glu Asn Ala Pro Pro Thr 
595 600 605 

Asp Pro Asn Asn Asn Gin Thr Pro Ala Asn Gly Thr Ser Val Ser Tyr 
610 615 620 

He Thr Phe Ser Pro Asp Ser Ser Ser Pro Ala Gin Ser Glu Pro Pro 
625 630 635 640 

Ala Ser Ala Glu Ala Pro Gly Glu Pro Ser Asp Met Leu Ala Ser Val 
645 650 655 

Pro Pro Phe Val Thr Phe His Thr Leu He Leu Asp Met Ser Gly Val 
660 665 670 

Ser Phe Val Asp Leu Met Gly He Lys Ala Leu Ala Lys Leu Ser Ser 
675 680 685 

Thr Tyr Gly Lys He Gly Val Lys Val Phe Leu Val Asn He His Ala 
690 695 700 

Gin Val Tyr Asn Asp He Ser His Gly Gly Val Phe Glu Asp Gly Ser 
705 710 715 720 

Leu Glu Cys Lys His Val Phe Pro Ser He His Asp Ala Val Leu Phe 
725 730 735 

Ala Gin Ala Asn Ala Arg Asp Val Thr Pro Gly His Asn Phe Gin Gly 
740 745 750 

Ala Pro Gly Asp Ala Glu Leu Ser Leu Tyr Asp Ser Glu Glu Asp He 
755 760 765 

Arg Ser Tyr Trp Asp Leu Glu Gin Glu Met Phe Gly Ser Met Phe His 
770 775 780 

Ala Glu Thr Leu Thr Ala Leu Glu Ser Leu Ser Ala Ala Gly Gly Cys 
785 790 795 800 

Tyr Pro Tyr Gly Ser Glu Ser Leu Val Ser Pro Leu Phe Thr Arg Gin 
805 810 815 

Ala Leu Ala Ala Met Asp Lys Pro Pro Ala His Ser Thr Pro Pro Thr 
820 825 830 

Ser Ala Leu Ser Leu Ala Ala Glu Gly His Leu Asp Phe Gin Leu Leu 
835 840 845 

Arg Val Ser Gin Lys Gin Lys Asp Lys Tyr Asn Cys Ala Gly Leu Leu 
850 855 860 

Tyr Lys Leu Gin Lys Val Ser Gin Ser Pro His Gly Ser Val Ser Asp 
865 870 875 880 

Gly Val Arg Leu Ser Arg Thr 



<210> 9 

<211> 3049 

<212> DNA 

<213> Mus musculus 

<400> 9 

caaagcttgt caatgtccca gacatgaacc agcccaggcc ccgctacgtg gtagacagag 
ctgcgtactc cctctccctc ttcgatgatg agtttgagaa gaaggaccgt gcctacccgg 
tgggagagaa gcttcgcaac actttcaggt gctcctcagc caagttcaaa gcctttgtgt 



885 
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ttgggctgtt 


gcctgtgctc 


tcctggctcc 


ctaaatacaa 


gatcaaagac 


tacatcatcc 


240 


ctgacttgct 


gggtggactc 


agtggagggt 


gtatccaggt 


gccacaaggc 


atggcatttg 


*a ft ft 


cattgctggc 


caaccttcct 


gctgtcaacg 


gtctctactc 


ctccttcttc 


cccctcctga 


J oU 


cctatttctt 


cttagggggt 


attcaccaga 


tggtgccagg 


tacctttgcc 


gttatcagca 


A *> ft 

4<cU 


tcctggtggg 


taacatctgt 


ctgcagctgg 


ccccagagtc 


gaaattccag 


atcttcaaca 


480 


atgtcaccaa 


tgagacctac 


gtggacacag 


cagccatgga 


ggcagaaaga 


ctgcatgtgt 


540 


ctgcgacact 


tgcctgcctg 


actgctgtca 


tccagatggc 


cttgggcttc 


atgcagtttg 


600 


gctttgttgc 


catctacctc 


tctgagtcct 


ttatccgggg 


cttcatgaca 


gccgctggcc 


660 


tgcagattct 


catctctgtg 


ctcaagtaca 


tctttggtct 


gaccattccc 


tcctatacag 


720 


gccctggctc 


catcgtcttt 


accttcattg 


acatttgcaa 


aaacctcccc 


cacaccaaca 


780 


tcgcctcgct 


catctttgcc 


ctggtcagcg 


gtgtcttcct 


ggtgctggtg 


aaggaactca 


840 


acgctcggta 


catgcacaag 


atccacttcc 


ccatccctac 


agagatgatt 


gtggtggtag 


900 


ttgcaaccgc 


tatctctggg 


agctgcaaga 


tgccaaaaaa 


ataccacatg 


cagattgtgg 


OCA 

you 


gggagatccg 


acaagggttt 


cccactccgg 


tggcaccgat 


ggtttcgcag 


tggaaggaca 


lUzU 


tggtgggcac 


agccttctcc 


ctggcaattg 


tgggctatgt 


catcaatctg 


gctatgggcc 


1080 


gcaccctggc 


cagcaagcat 


ggctatgatg 


tggattctaa 


ccaggagatg 


attgccctgg 


1140 


gctgtagcaa 


cttcttcggc 


tcctttttca 


agatccacgt 


catttgctgc 


gctctctcag 


1200 


tcacactggc 


tgtggatggg 


gctggaggga 


aatcccaggt 


ggccagcttg 


tgtgtgtctc 


1260 


tggtggtgat 


gatcaccatg 


ctggtcctgg 


gatcctatct 


gtaccctctc 


cccaaggctg 


1 1 O ft 


tgctaggtgc 


cctgatcgct 


gtcaatctca 


agaactccct 


gaagcagctc 


actgacccct 




actacctctg gaggaagagt 


aagctagact 


gttgtgtctg 


ggtggtgagc 


ttcctctcct 


1440 


cgttcttcct 


gagcctgccc 


tacggtgtcg 


cagtgggtgt 


agccttctcc 


atcctggttg 


lbOU 


tgatcttcca 


gacccagttt 


cgaaatggct 


ccacactggc 


ccaggtcatg 


gacacggaca 


1 c c c\ 


tctatgtgaa 


ccccaagacc 


tacaacaggg 


cccaggaaat 


tgcgggagtt 


aagattgtca 


1620 


cttactgctc 


ccctctctac 


tttgccaact 


cagagatctt 


caggcaaaaa 


gtcattgcca 


i con 


agacaggtat 


ggacccccag 


aaagtattac 


tcgccaagca 


gaaatatctc 


cggaagcagg 


1 "7 A ft 

174U 


agaagaggac 


ggcgataccc 


acacagcaga 


gaaagtccct 


cttcatgaaa 


accaagacgg 


T O ft ft 


tctctctaca 


ggaactccaa 


caggactttg 


aaagtgctcc 


ctctactgac 


cccaacaaca 


T O C f\ 


accaagctcc 


tgcggctgag 


gctcacatat 


cctacatcac 


cttcagtcca 


gacgcctcca 


1920 


cagctgctgc 


atgtgagctg 


cccgcctcca 


ctcggtcccc 


ccaggaggct 


agtgacactc 


1980 


tagccagtgt 


gccgcccttt 


gtcaccttcc 


acactctcat 


ccttgacatg 


agtggagtca 


2040 


gctttgtgga 


tttgatgggc 


atcaaagctc 


tcgccaagct 


aagctccacc 


tatgagaaga 


2100 


tcggagtcca 


gatctttctg 


gtaaacatcc 


acgcccaggt 


gtataatgac 


atcagccacg 


2160 


gaggtgtctt 


tgaagatggg 


tgtgtacagc 


gcagtcacgt 


gttccccagc 


atccacgatg 


2220 
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cagtcctctt 


tgcccaagca 


aatgctagag 


aagccccaga 


ccgcaacttc 


catggggctc 


2280 


caggggatac 


tgagttctcc 


ttgtatgact 


cagaagagga 


aggtcccagc 


tattgggact 


2340 


tagaacagga 


gatgttcggg 


accatgtttc 


acacagagac 


cctgactgcc 


ctgtgaggac 


2400 


ccatttggtt 


cccatatttc 


ctcctgaggg 


cctggcatct 


ggaatttcca 


tggatgatac 


2460 


actcgggatt 


gcaggagtga 


ctgagagaag 


agtatgtctg 


ccaagatgct 


agagcctctc 


2520 


tcaactcttt 


gttttctctt 


ccacctttcc 


ctctctccct 


gtctccccgg 


gagagagcca 


2580 


tctcagcctc 


tgcagctgga 


tgagcaagct 


ctgacaagga 


tgagactctg 


gtgaacccat 


2640 


ctcatcacct 


cccccttccc 


actcaagcct 


gggccaacta 


taagctcata 


cctcccatca 


2700 


acgcaagccc 


caccccatgg 


cagctgactt 


ccagccttta 


gagtgagcta 


agaacagaat 


2760 


gataagagca 


cctgtgctaa 


gctggactgc 


agttcaaatg 


tatctgtgtc 


ctgagtgatt 


2820 


ctgccttgga 


aggtttcagg 


ctgtggtgga 


acacagagat 


gaatggggtt 


acaatggtga 


2880 


agcttgtccc 


tccggttgct 


cct tctagtt 


gttagctttg 


tgcctcaaag 


acactgtact 


2940 


actcacaacc 


caggagtctc 


tgtctttgtg 


cccatttccc 


tctcattttc 


ctaagactgc 


3000 


ccaggccccc 


actgctgtcc 


agcacttcag 


actctagtgt 


ggacagtgg 




3049 



<210> 10 

<211> 790 

<212> PRT 

<213> Mus musculus 

<400> 10 

Met Asn Gin Pro Arg Pro Arg Tyr Val Val Asp Arg Ala Ala Tyr Ser 
15 10 15 

Leu Ser Leu Phe Asp Asp Glu Phe Glu Lys Lys Asp Arg Ala Tyr Pro 
20 25 30 

Val Gly Glu Lys Leu Arg Asn Thr Phe Arg Cys Ser Ser Ala Lys Phe 
35 40 45 

Lys Ala Phe Val Phe Gly Leu Leu Pro Val Leu Ser Trp Leu Pro Lys 
50 55 60 

Tyr Lys lie Lys Asp Tyr lie lie Pro Asp Leu Leu Gly Gly Leu Ser 
65 70 75 80 

Gly Gly Cys lie Gin Val Pro Gin Gly Met Ala Phe Ala Leu Leu Ala 
85 90 95 

Asn Leu Pro Ala Val Asn Gly Leu Tyr Ser Ser Phe Phe Pro Leu Leu 
100 105 110 

Thr Tyr Phe Phe Leu Gly Gly lie His Gin Met Val Pro Gly Thr Phe 
115 120 125 

Ala Val lie Ser lie Leu Val Gly Asn lie Cys Leu Gin Leu Ala Pro 
130 135 140 

Glu Ser Lys Phe Gin lie Phe Asn Asn Val Thr Asn Glu Thr Tyr Val 
145 150 155 160 



Asp Thr Ala Ala Met Glu Ala Glu Arg Leu His Val Ser Ala Thr Leu 
165 170 175 
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Ala Cys Leu Thr Ala Val He Gin Met Ala Leu Gly Phe Met Gin Phe 
180 185 190 

Gly Phe Val Ala He Tyr Leu Ser Glu Ser Phe He Arg Gly Phe Met 
195 200 205 

Thr Ala Ala Gly Leu Gin He Leu He Ser val Leu Lys Tyr He Phe 
210 215 220 

Gly Leu Thr He Pro Ser Tyr Thr Gly Pro Gly Ser He Val Phe Thr 
225 230 235 240 

Phe He Asp He Cys Lys Asn Leu Pro His Thr Asn He Ala Ser Leu 
245 250 2 55 

He Phe Ala Leu Val Ser Gly Val Phe Leu Val Leu Val Lys Glu Leu 
260 265 270 

Asn Ala Arg Tyr Met His Lys He His Phe Pro He Pro Thr Glu Met 
275 280 285 

He Val Val Val Val Ala Thr Ala He Ser Gly Ser Cys Lys Met Pro 
290 295 300 

Lys Lys Tyr His Met Gin He Val Gly Glu He Arg Gin Gly Phe Pro 
305 310 315 320 

Thr Pro Val Ala Pro Met Val Ser Gin Trp Lys Asp Met Val Gly Thr 
325 330 335 

Ala Phe Ser Leu Ala He Val Gly Tyr Val He Asn Leu Ala Met Gly 
340 345 350 

Arg Thr Leu Ala Ser Lys His Gly Tyr Asp Val Asp Ser Asn Gin Glu 
355 360 365 

Met He Ala Leu Gly Cys Ser Asn Phe Phe Gly Ser Phe Phe Lys He 
370 375 380 

His Val He Cys Cys Ala Leu Ser Val Thr Leu Ala Val Asp Gly Ala 
385 390 395 400 

Gly Gly Lys Ser Gin Val Ala Ser Leu Cys Val Ser Leu Val Val Met 
405 410 415 

He Thr Met Leu Val Leu Gly Ser Tyr Leu Tyr Pro Leu Pro Lys Ala 
420 425 430 

Val Leu Gly Ala Leu He Ala Val Asn Leu Lys Asn Ser Leu Lys Gin 
435 440 445 

Leu Thr Asp Pro Tyr Tyr Leu Trp Arg Lys Ser Lys Leu Asp Cys Cys 
450 455 460 

Val Trp Val Val Ser Phe Leu Ser Ser Phe Phe Leu Ser Leu Pro Tyr 
465 470 475 480 

Gly Val Ala Val Gly Val Ala Phe Ser He Leu Val Val He Phe Gin 
485 490 495 

Thr Gin Phe Arg Asn Gly Ser Thr Leu Ala Gin Val Met Asp Thr Asp 
500 505 510 

He Tyr Val Asn Pro Lys Thr Tyr Asn Arg Ala Gin Glu He Ala Gly 
515 520 525 

Val Lys He Val Thr Tyr Cys Ser Pro Leu Tyr Phe Ala Asn Ser Glu 
530 535 540 
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lie Phe Arg Gin Lys Val lie Ala Lys Thr Gly Met Asp Pro Gin Lys 
545 550 555 560 

Val Leu Leu Ala Lys Gin Lys Tyr Leu Arg Lys Gin Glu Lys Arg Thr 
565 570 575 

Ala He Pro Thr Gin Gin Arg Lys Ser Leu Phe Met Lys Thr Lys Thr 
580 585 590 

Val Ser Leu Gin Glu Leu Gin Gin Asp Phe Glu Ser Ala Pro Ser Thr 
595 600 605 

Asp Pro Asn Asn Asn Gin Ala Pro Ala Ala Glu Ala His He Ser Tyr 
610 615 620 

He Thr Phe Ser Pro Asp Ala Ser Thr Ala Ala Ala Cys Glu Leu Pro 
625 630 635 640 

Ala Ser Thr Arg Ser Pro Gin Glu Ala Ser Asp Thr Leu Ala Ser Val 
645 650 655 

Pro Pro Phe Val Thr Phe His Thr Leu He Leu Asp Met Ser Gly Val 
660 665 670 

Ser Phe Val Asp Leu Met Gly He Lys Ala Leu Ala Lys Leu Ser Ser 
675 680 685 

Thr Tyr Glu Lys lie Gly Val Gin He Phe Leu Val Asn He His Ala 
690 695 700 

Gin Val Tyr Asn Asp He Ser His Gly Gly Val Phe Glu Asp Gly Cys 
705 710 715 720 

Val Gin Arg Ser His Val Phe Pro Ser He His Asp Ala Val Leu Phe 
725 730 735 

Ala Gin Ala Asn Ala Arg Glu Ala Pro Asp Arg Asn Phe His Gly Ala 
740 745 750 

Pro Gly Asp Thr Glu Phe Ser Leu Tyr Asp Ser Glu Glu Glu Gly Pro 
755 760 765 

Ser Tyr Trp Asp Leu Glu Gin Glu Met Phe Gly Thr Met Phe His Thr 
770 775 780 

Glu Thr Leu Thr Ala Leu 
785 790 

<210> 11 

<211> 8 

<212> PRT 

<213> Mus musculus 

<400> 11 

Gly Thr Ser Arg His He Ser Val 
1 5 

<210> 12 

<211> 98 

<212> PRT 

<213> Mus musculus 

<400> 12 

Gly Asp Val Met Ser Gly Leu Val He Gly He lie Leu Val Pro Gin 
15 10 15 

Ala He Ala Tyr Ser Leu Leu Ala Gly Leu Gin Pro He Tyr Ser Leu 
20 25 30 
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Tyr Thr Ser Phe Phe Ala Asn Leu lie Tyr Phe Leu Asn Gly Thr Ser 
35 40 45 

Arg His Val Asn Val Gly lie Phe Ser Leu Leu Cys Leu Met Val Gly 
50 55 60 

Gin Val Val Asp Arg Glu Leu Gin Leu Ala Gly Phe Asp Pro Ser Gin 
65 70 75 80 

Asp Ser Leu Gly Pro Lys Asn Asn Asp Ser Thr Leu Asn Asn Ser Ala 
85 90 95 

Thr Thr 



<210> 13 

<211> 98 

<212> PRT 

<213> Mus musculus 

<400> 13 

Gly Asp Val Met Ser Gly Leu He Val Gly He Leu Leu Val Pro Gin 
15 10 15 

Ser He Ala Tyr Ser Leu Leu Ala Gly Gin Glu Pro lie Tyr Gly Leu 
20 25 30 

Tyr Thr Ser Phe Phe Ala Ser He He Tyr Phe Leu Phe Gly Thr Ser 
35 40 45 

Arg His He Ser Val Gly lie Phe Gly He Leu Cys Leu Met He Gly 
50 55 60 

Glu Val Val Asp Arg Glu Leu His Lys Ala Cys Pro Asp Thr Asp Ala 
65 70 75 80 

Thr Ser Ser Ser He Ala Val Phe Ser Ser Gly Cys Val Val Val Asn 
85 90 95 

His Thr 



<210> 14 

<211> 91 

<212> PRT 

<213> Mus musculus 

<400> 14 

Ser Asp He Val Ser Gly He Ser Thr Gly Leu Val Ala Val Leu Gin 
15 10 15 

Gly Leu Ala Phe Ala Leu Leu Val Asn He Pro Pro Ala Tyr Gly Leu 
20 25 30 

Tyr Ala Ala Phe Phe Pro Val He Thr Tyr Phe Phe Leu Gly Thr Ser 
35 40 45 

Arg His He Ser Val Gly Pro Phe Pro Val Leu Ser Met Met Val Gly 
50 55 60 

Val Val Val Thr Arg Val Val Ser Asp Pro Asn Ala Ser Ser Glu Leu 
65 70 75 80 

Ser Ser Ser Ser Thr Glu Asn Asp Ser Phe He 
85 90 



-21 - 



m 

WO 03/074664 



PCT/XJS03/06220 



<210> 15 

<211> 97 

<212> PRT 

<213> Mus musculus 

<400> 15 

Ser Asp He He Ser Gly Val Ser Thr Gly Leu Val Gly Thr Leu Gin 
15 10 15 

Gly Met Ala Tyr Ala Leu Leu Ala Ala Val Pro Val Gin Phe Gly Leu 
20 25 30 

Tyr Ser Ala Phe Phe Pro He Leu Thr Tyr Phe Val Phe Gly Thr Ser 
35 40 45 

Arg His He Ser Val Gly Pro Phe Pro Val Val Ser Leu Met Val Gly 
50 55 60 

Ser Val Val Leu Ser Met Ala Pro Asp Asp His Phe Leu Val Pro Ser 
65 70 75 80 

Gly Asn Gly Ser Ala Leu Asn Ser Thr Thr Leu Asp Thr Gly Thr Arg 
85 90 95 



Asp 



<210> 16 

<211> 91 

<212> PRT 

<213> Mus musculus 

<400> 16 

Gly Asp Leu Val Ser Gly He Ser Thr Gly Val Leu Gin Leu Pro Gin 
15 10 15 

Gly Leu Ala Phe Ala Met Leu Ala Ala Val Pro Pro Val Phe Gly Leu 
20 25 30 

Tyr Ser Ser Phe Tyr Pro Val He Met Tyr Cys Phe Phe Gly Thr Ser 
35 40 45 

Arg His He Ser lie Gly Pro Phe Ala Val He Ser Leu Met He Gly 
50 55 60 

Gly Val Ala Val Arg Leu Val Pro Asp Asp He Val He Pro Gly Gly 
65 70 75 80 

Val Asn Ala Thr Asn Gly Thr Glu Ala Arg Asp 
85 90 



<210> 17 

<211> 85 

<212> PRT 

<213> Mus musculus 

<400> 17 



Gly Asp Leu Leu Ser Gly Leu Ser Val Ala He Met Gin Leu Pro Gin 
1 5 10 15 

Gly Leu Ala Tyr Ala Leu Leu Ala Gly Leu Pro Pro Met Phe Gly Leu 
20 25 30 

Tyr Ser Ser Phe Tyr Pro Val Phe He Tyr Phe Leu Phe Gly Thr Ser 
35 40 45 
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Arg His lie Ser Val Gly Thr Phe Ala Val Met Ser Val Met Val Gly 
50 55 60 

Ser Val Thr Glu Ser Leu Thr Ala Asp Lys Ala Phe Val Gin Gly Leu 
65 70 75 80 

Asn Ala Thr Ala Asp 
85 

<210> 18 

<211> 93 

<212> PRT 

<213> Mus inusculus 

<400> 18 

Pro Asp Thr Val Ser Gly lie Met Leu Ala Val Gin Gin Val Ala Gin 
15 10 15 

Gly Leu Ser Phe Ala Met Leu Ser Ser Val His Pro Val Phe Gly Leu 
20 25 30 

Tyr Gly Ser Leu Phe Pro Ala He He Tyr Ala He Phe Gly Met Gly 
35 40 45 

Arg His Val Ala Thr Gly Thr Phe Ala Leu Thr Ser Leu He Ser Ala 
50 55 60 

Asn Ala Val Glu Arg Leu Val Pro Gin Ser Ser Arg Asn Leu Thr Thr 
65 70 75 80 

Gin Ser Asn Ser Ser Val Leu Gly Leu Ser Glu Phe Glu 
85 90 

<210> 19 

<211> 97 

<212> PRT 

<213> Mus musculus 

<400> 19 

Gly Asp Leu Leu Ala Gly Leu Ser Val Gly Leu Ala Gin Val Pro Gin 
1*5 10 15 

Gly Leu He Leu Ser Leu Leu Thr Arg Gin Leu He Pro Pro Leu Asn 
20 25 30 

Val Thr Tyr Ala Ala Phe Cys Ser Ser Val He Tyr Val He Phe Gly 
35 40 45 

Ser Cys His Gin Met Ser He Gly Pro Phe Phe Leu Val Ser Ala Leu 
50 55 60 

Met He Asn Val Leu Lys Asp Arg Pro Phe Asn Asn Gly His Leu He 
65 70 75 80 

Leu Gly Thr Phe Val Lys Asp Asp Phe Ser Val Pro Thr Phe Tyr Leu 
85 90 95 

Ser 



<210> 


20 


<211> 


94 


<212> 


PRT 


<213> 


Mus 


<400> 


20 



Pro Asp Leu Leu Gly Gly Leu Ser Gly Gly Cys lie Gin Val Pro Gin 
15 10 15 
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Gly Met Ala Phe Ala Leu Leu Ala Asn Leu Pro Ala Val Asn Gly Leu 
20 25 30 

Tyr Ser Ser Phe Phe Pro Leu Leu Thr Tyr Phe Phe Leu Gly Gly lie 
35 40 45 

His Gin Met Val Pro Gly Thr Phe Ala Val lie Ser lie Leu Val Gly 
50 55 60 

Asn He Cys Leu Gin Leu Ala Pro Glu Ser Lys Phe Gin He Phe Asn 
65 70 75 80 

Asn Val Thr Asn Glu Thr Tyr Val Asp Thr Ala Ala Met Glu 
85 90 

<210> 21 

<211> 78 

<212> PRT 

<213> Mus musculus 

<400> 21 

Leu Asp Phe He Ala Gly Leu Ser Val Gly Leu Thr Val He Pro Gin 
15 10 15 

Ala Leu Ala Tyr Ala Glu Val Ala Gly Leu Pro Pro Gin Tyr Gly Leu 
20 25 30 

Tyr Ser Ala Phe Met Gly Cys Phe Val Tyr Phe Phe Leu Gly Thr Ser 
35 40 45 

Arg Asp Val Thr Leu Gly Pro Thr Ala He Met Ser Leu Leu Val Ser 
50 55 60 

Phe Tyr Thr Phe Arg Glu Pro Ala Tyr Ala Val Leu Leu Ala 
65 70 75 

<210> 22 

<211> 23 

<212> PRT 

<213> Homo sapiens 

<400> 22 

Gly Ala Ala Ala Ala Ala Thr Gly Ala Cys Ala Gly Gly Ala Gly Cys 
15 10 15 

Ala Ala Ala Gly Ala Gly Gly 
20 

<210> 23 

<211> 23 

<212> DNA 

<213> Homo sapiens 

<400> 23 

acatagccta caagtgccac tec 23 

<210> 24 

<211> 32 

<212> DNA 

<213> Homo sapiens 

<400> 24 

tagacagagc cgcatactcc cttaccctct tc 32 
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<210> 25 

<211> 31 

<212> DNA 

<213> Homo sapiens 

<400> 25 

gatgtgcttg ctgacagcag tggtggtttg g 31 

<210> 26 

<211> 33 

<212> DNA 

<213> Mus musculus 

<400> 26 

caaagcttgt caatgtccca gacatgaacc age 33 

<210> 27 

<211> 36 

<212> DNA 

<213> Mus musculus 

<400> 27 

ccactgtcca cactagagtc tgaagtgctg gacagc 36 

<210> 28 

<211> 22 

<212> DNA 

<213> Homo sapiens 

<400> 28 

tgaggacttg atgaagtgat cc 22 

<210> 29 

<211> 22 

<212> DNA 

<213> Homo sapiens 

<400> 29 

atgaacaaaa ggagaatgag gc 22 

<210> 30 

<211> 21 

<212> DNA 

<213> Homo sapiens 

<400> 30 

aaagatggag gcaaagtagt g 

<210> 31 

<211> 18 

<212> PRT 

<213> Mus musculus 

<400> 31 

Lys Arg Ser Val Leu Trp Gly Lys Met His Thr Pro His Arg Glu Asp 
1 5 10 15 

lie Lys 



<210> 32 

<211> 17 

<212> PRT 

<213> Mus musculus 

<400> 32 



Gin Glu Leu Gin Gin Asp Phe Glu Ser Ala Pro Ser Thr Asp Pro Asn 
15 10 15 



Asn 
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<210> 


33 


<211> 


20 


<212> 


PRT 


<213> 


Mus 


<400> 


33 



Lys Gin Lys Tyr Leu Arg Lys Gin Glu Lys Arg Thr Ala He Pro Thr 
15 10 15 



Gin Gin Arg Lys 
20 
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